Supplementary
Supplementary Figure S1 Supplementary Figure S1 . Sequence alignment of TEN domains from various organisms using ClustalOmega, based on a HMM profile-profile alignment, shows a highly divergent domain with a number of conserved residues that are highlighted by yellow boxes. Residues that can, in principle, form electrostatic surface patches at the Cterminus of the TEN domain identified by visual inspection are highlighted in blue. Supplementary Figure S10 . Structural model of CpTEN generated using a threading approach on the I-TASSER online prediction software in two different orientations. Surface exposed residues that were mutated in this study are indicated in color. G77 is represented in yellow, while K144, Y147 and K151 are collectively represented in blue.

